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Supplementary Figure S1. (a) A flowchart of the transcriptome analysis and (b) a summary 
of the number of gene fusions discovered in this study.  The cancer cell lines and tumor 
tissues are classified by their subtype status.  The total number of fusions in each class 
and the average number of fusions per sample are shown.  Note, there is some overlap
between ER-positive and ERBB2-positive samples.    
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